Molecular phylogeny of short-tailed shrews, Blarina (Insectivora: Soricidae).
Phylogenetic relationships among the three described species of short-tailed shrews (genus Blarina) were inferred based on mitochondrial DNA sequences of 16S rRNA (506 bp) and cytochrome b (1137 bp) from 38 specimens representing B. brevicauda, B. hylophaga, and B. carolinensis, from across their range in North America. Phylogenetic analyses of both data sets combined followed tests showing lack of incongruence between these fragments. Analysis of substitution patterns indicated saturation of transitions at third codon positions in cytochrome b when Blarina sequences were compared to those of Sorex and Cryptotis, used as outgroups. Maximum-likelihood and weighted parsimony supported the monophyly of the genus and placed B. hylophaga as its basal branch, sister to B. brevicauda + B. carolinensis. Phylogeographic analysis revealed a significant partition between eastern and western populations of B. carolinensis and B. brevicauda, on either side of the Mississippi basin. These results are discussed in relation to cytogenetic, morphological, and fossil data.